BioCreative-II IAS corpus (81.31% F 1 -measure on test set) for selecting those abstracts which are likely to contain interaction data. Finally, we employ another SVM classifier based on syntactic features and have trained it on the AIMed corpus (F 1 -measure of 54.20% cross validation performance) for extracting PPI information from the selected abstracts. The obtained PPIN comprises a total of 31,819 distinct interactions between 7,161 distinct proteins out of which 5,615 are considered to represent an isoform from HumanSDB3.
To the best of our knowledge, neither a genome-wide PPIN for the human protein isoforms has been built nor has their variability concerning interactions and functions been analyzed. Currently, we analyze the distribution of functional annotations based on the GO terms from the literature for all the isoforms. Both PPIN and functional annotations of the isoforms will be suitable for identifying potential interactions or functional variations of AS. Our findings are linked to the HumanSDB3 database and will be available through a publicly accessible web interface for further use.
